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Recent developments in genetics/genomics of osteoarthritis (OA) are discussed to improve our under-
standing of OA pathophysiology. The discovery of a novel variant near the NCOA3 (nuclear receptor
coactivator 3) gene associated with hip OA and the regulation of GDF5 gene by four transcription factors
via the OA susceptibility locus rs143383 are among important ﬁndings in OA genetics. Several
microarray-based gene expression studies were published for different tissues of the joint. In OA
synovium elevation of collagens and cross-linking enzymes (COL1A1, COL5A1, PLOD2, LOX and TIMP1)
responsive to TGF-b was found as well as differential expression pattern between different areas of the
osteoarthritic synovial membrane. In OA peripheral blood the role of apoptotic genes was highlighted,
while whole genome expression proﬁling in OA subchondral bone and cartilage revealed common genes
in cartilage and bone to be involved in OA development. In epigenetics, several microRNAs (miRNAs)
were found to regulate genes’ expression in chondrocytes, among which miR-125, miR-127b miR-21,
miR-148a and their use as potential drug targets was highlighted. Future studies must focus on the
integration of genetics, genomics and epigenetics for the identiﬁcation of signaling pathways and reg-
ulatory networks responsible for OA development.
© 2014 Osteoarthritis Research Society International. Published by Elsevier Ltd. All rights reserved.Introduction
The goal of this review is to present highlights from the pub-
lished literature related to genetics, functional genomics and epi-
genetics of human osteoarthritis (OA). A summary of studies
published in PUBMED between April 2013 and May 2014, as well as
data presented during the 2014 OARSI meeting were selected by
the author and are included in the review.
OA is the most common degenerative joint disease and is pre-
dicted to be the single greatest cause of disability in the general
population by 20301. It has been estimated that 35% of persons
suffering from OA are active and therefore its negative impact on
work is liable to grow in view of the aging of the population and the
longer working lives in developed countries2. Despite its high
prevalence and substantial public health impact, disease etiology is
not fully understood. OA is a multifactorial disease with strong
genetic component and heritability estimates ranging from 40% to
65% depending on the joint site3e5. The identiﬁcation of genes
associated with OA will help reveal the underlying molecular
mechanisms and pathways and may lead to development of OA’
gene targeted therapies.ternational. Published by Elsevier LGenetics of OA
Numerous candidate gene association studies aiming to identify
disease susceptibility genes have been published in recent years,
although few positive results have been ﬁrmly replicated across
multiple populations. As with other complex diseases, Genome
Wide Association Studies (GWAS) have tested the association be-
tween thousands of single nucleotide polymorphisms (SNPs) in the
whole genome and OA. To date GWAS have identiﬁed 15 common
variants associated with knee or hip OA in European and Asian
populations that have surpassed or reached the genome wide sig-
niﬁcance level (P < 5  108)6,7. However, the identiﬁed individual
risk alleles have been found to exert only moderate to small effects
to the overall susceptibility to OA development7. Among them loci
on chromosome 13q34 near the MCF2L8 gene, on chromosome
7q229,10, rs143383 polymorphism in GDF5 gene11e13, DVWA, (HLA)
class II/III and BTNL2 genes14,15, 9q33 (ASTN2), 6q14 (FILIP1/SENP6),
12p11 (KLHDC5/PTHLH) and 12q23 (CHST11)16 were strongly asso-
ciated with hip or knee OA susceptibility. In addition, rs12982744
on 19q13 in DOT1L gene was associated with hip OA and cartilage
thickness17,18 and with lower height19,20. Growing evidence impli-
cates a functional polymorphism in the DIO2 gene as an OA risk
factor with a current meta-analysis P value for the association of
this gene with OA of 2.02  10521.td. All rights reserved.
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sortium consisting of 11,277 cases with radiographic and symp-
tomatic hip OA and 67,473 controls, identiﬁed a novel variant
rs6094710 at 20q13 near the nuclear receptor coactivator 3 gene
(NCOA3) associated with hip OA6. The SNP is a G/A transition,
conferring to A allele carriers about 30% greater risk to develop hip
OA and this association reached genome wide signiﬁcance level
with P value 7.9  109 and odds ratio 1.28. Castano-Betancourt
et al. in a GWAS of 13,013 participants tested for associations be-
tween minimal joint space width (mJSW) genetic risk score and
mJSW/hip OA. They identiﬁed 5 novel loci, there of which, TGF-a,
RUNX-2, FGFR3, FGF3 were signiﬁcantly associated with cartilage
thickness and hip OA with P value <104, suggesting that the
identiﬁed loci for mJAWmay be used to risk-stratify individuals for
hip OA22.
In addition, several meta-analyses of candidate gene association
studies have been conductedwith positive and negative association
for OA susceptibility. In a recent meta-analysis several BMD-iden-
tiﬁed SNPs were nominally associated with knee OA risk. The
strongest signal mapped to 12q3, which contains a gene coding for
SP 7 with odds ratio 1.22 and a P value of 9  104. Additional loci
map to 7p14.1 (TXNDC3), 11q13.2 (LRP5) and 11p14.1 (LIN7C). For all
four loci the allele associated with higher BMDwas associated with
higher odds of OA supporting the hypothesis that BMD may be a
risk factor contributing to OA development23.
An assessment of OA candidate gene approach in a meta-
analysis of 9 GWAS in Europeans including 5,636 knee OA pa-
tients and 16,972 controls and 4,349 hip OA and 17,836 controls
found that SNPs at only two genes, COL11A1 and VEGF, of the 199
analyzed OA candidate genes were associated with hip OA24.
COL11A1 showed two independent associations, rs4907986 with
odds ratio 1.12, 95 % CI 1.06e1.17 and a P value of 1.29  105 and
rs1241164 with OR 0.82, CI 0.74e0.89 and a P value of 1.47  105,
while VEGF was associated in a male-speciﬁc analysis (rs833058,
odds ratio 0.85, CI 0.79e0.91 and a P value of 1.35  105), pointing
to the lack of reproducibility of OA candidate gene studies24. No
association was found between knee and hip OA and the D13, D14
and D15 repeats of asporin gene (ASPN) in Caucasian and Asian
populations in a meta-analysis including 4,417 OA patients and
3,403 controls25 and between VDR BsmI, TaqI and ApaI poly-
morphisms and OA in a meta-analysis including 1,626 knee, hip,
hand and lumbar spine OA cases and 2,024 controls26,27. Another
meta-analysis including 5,409 knee OA patients, 4,355 hip OA pa-
tients and 5,362 healthy controls showed there is no direct impli-
cation of the FTO gene with OA susceptibility and that the effect of
the FTO variant rs8044769 on OA is solely due to its effect on BMI28.
Furthermore, in the period covered in this review, several OA
candidate gene association studies have been published. However,
only studies with large numbers of participants and/or functional
studies will be mentioned. The polymorphism rs11564299 in the N-
cadherin (CDH2) promoter region was associated with OA risk in
312 OA patients and 259 controls, with odds ratio 1.14, 95% CI
0.49e2.62 and a P value of 1.5  103, with carriers of the minor
allele of rs11564299 displaying increased N-cadherin levels in sy-
novial ﬂuid29. In silico analysis showed that the minor allele
generated a novel transcription factor binding site and hnRNPKwas
found to be involved in the regulation of elevated N-cadherin
expression in OA patients carrying theminor allele of rs1156429929.
The functional exon 3 deleted growth hormone receptor gene
polymorphism (d3-GHR) was associated with symptomatic hip OA
independently of age and BMI in a combined analysis consisting of
2,175 female cases and 2,623 controls with pooled odds ratio 1.17,
95% CI 1.04e1.32 and a P value of 8  10330. Vidal-Bralo et al.
identiﬁed a new functional microsatellite in macrophage migration
inhibitory factor (MIF) gene associated with hip OA in a case-control study including 1,775 knee OA patients, 1,782 hip OA pa-
tients and 1,878 controls from three European cohorts with P of the
ManteleHaenszel analysis 1.8  102 in women and 2.9  102 in
men31. For all above candidate gene association studies, replication
studies in different ethnic populations, as well as functional studies
for the identiﬁcation of the mechanisms that confer increased OA
risk are needed.
Until now, all identiﬁed OA-associated variants explain only a
small fraction of less than 10% of the genetic component. Large-
scale studies with whole-genome sequencing focusing on vari-
ants with lowminor allele frequency (MAF 1e5%) and rare variants
(MAF <1%) have already starting to emerge7. Complete sequence of
large OA cohorts will undoubtedly result in novel DNA-variants
contributing to disease susceptibility. A recent GWAS identiﬁed
through whole-genome sequencing of 2,230 individuals, two
genome-wide signiﬁcant loci, rs4238326(C/T) with odds ratio1.44,
95% CI 1.29e1.60 and a P value of 8.6  1011 and rs3204689(C/G)
with odds ratio 1.46, CI 1.31e1.63 and a P value of 1.1  1011 at
15q22 in the ALDH1A2 gene and a rare variant at 1p31 with odds
ratio 47.7 and a P value of 1.53  10932. The variants within the
ALDH1A2 gene were conﬁrmed in replication sets from the
Netherlands and the UK yielding an overall association with odds
ratio 1.46 and a P value of 1.1  101132. Allelic imbalance analysis
for rs3204689 showed that the transcript with the risk-conferring C
allele was expressed at a lower level in cartilage and adipose tissue
compared to the non-risk allele, suggesting that ALDH1A2mediates
the effect of the OA risk variants in the associated locus32. It is
interesting that carriers of the rare variant at 1p31 belonged to an
Icelandic family, in several members of which, the risk allele
segregated with hand and generalized OA32. An exome-sequencing
study conducted in 199 hip OA cases and 1,337 controls and in a
group of hip OA and mJSW candidate genes (ASTN2, DIO2, DOT1L,
FGFR3, FILIP1, GLT8D1, GNL3, MCF2L, NCOA3, PIK3R1, PTHLH, RUNX2,
SENP6, TGF-a) identiﬁed 761 variants in these genes associatedwith
hip OA and mJSW33. The strongest signal for mJSW was a rare
variant in the FGF3 gene with a P value of 8.6  105, which how-
ever was not associated to the GWAS signal identiﬁed before by the
same group22. FGFR3 has previously been shown to be involved in
endochondral bone formation and mutations in FGFR3 result in
achondroplasia33. Functional assessment of the identiﬁed variant is
awaited.
Functional studies in OA loci
So far there are limited functional studies that provide possible
mechanisms by which genetic variation at OA susceptibility genes
confer increased OA risk. Genetic variation at the type II deiodinase
(D2) gene (DIO2) has been identiﬁed as OA risk factor. Bos et al.
showed that in OA cartilage, ligaments and subchondral bone there
is differential allelic expression of DIO2 mRNA, with the OA-
associated 'C' allele of rs225014 in the DIO2 gene being more
abundant in heterozygous carriers (1.3-fold higher presence) than
the wild type allele, suggesting that genetic variation at DIO2might
confer to OA risk34. The same group recently identiﬁed a possible
molecular mechanism of DIO2 susceptibility in symptomatic OA35.
It was shown that OA-related changes in methylation at CpG-2031,
upstream of DIO2, caused signiﬁcant upregulation of its expression,
with b 4.96 and a P value of 1.6  103, despite the conventional
inverse relation between CpG methylation and gene expression,
and this effect appeared to be driven by the DIO2 rs225014 risk
allele, with b 5.58 and a P value of 6  10435. Using an in vitro
chondrogenesis model with genetically modiﬁed hBMSC it was
shown that up-regulation of DIO2 induced EPAS1 and RUNX2
mediated up-regulation of cartilage degrading enzymes (MMP-13
and ADAMTS5) and markers of mineralization (ALPL)35. However, as
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previously assessed allelic imbalance34 was not demonstrated, it
was suggested that SNP rs225014 probably affects three-
dimensional chromatin conformations, underlying the relation
between the rs225014 tagged allelic imbalance and methylation-
dependent up-regulation of DIO2 among rs225014 risk allele car-
riers35. To conclude on the functional role of SNP rs225014 in DIO2
gene in OA susceptibility, further studies are awaited. In addition,
the recently identiﬁed DOT1L gene was suggested to play a role in
chondrogenic bone development via regulation of Wnt-signaling17.
The GDF5 SNP rs143383 is the best-understood OA locus. It has
been shown to exert its effect via regulation of transcription of the
gene in which the T susceptibility allele leads to lower expression
levels11. Recently, Sydall et al. identiﬁed four trans-acting factors
Sp1, Sp3, P15, and DEAF-1 that bind differentially to the alleles of
rs143383 and which contribute to the differential allelic expression
that is mediated by this OA susceptibility locus. Knockdown and
over expression of these factors demonstrated that Sp1, Sp3, and
DEAF-1 are repressors of GDF5 expression36. The authors proposed
a binding model of the four trans-acting factors to rs143383, ac-
cording to which DEAF-1, Sp1 and Sp3 are forming a repressive
complex that forms directly over rs143383 and are differentially
modulating the expression of the C and T alleles. P15 may be
interacting with this complex and serving as a linker between Sp1
and the general transcription machinery36. The identiﬁed tran-
scriptional factors could serve as potential therapeutic targets as
their depletion might restore GDF5 expression's levels in patients
with the OA susceptibility T allele36.
Furthermore, the expression level of the latest identiﬁed variant
rs6094719 in NCOA3 gene was found to be signiﬁcantly lower in OA
cartilage compared to preserved cartilage (macroscopically normal
but isolated from the same joint) with a P value of 6.4  1036. The
molecular mechanism by which NCOA3 contributes to OA is not
clear. NCOA3 is involved in the co-activation of different receptors,
as steroids, retinoids, thyroid hormone, vitamin D3 and prosta-
noids, several of which are involved in skeletal metabolism and
OA6. NCOA3 knockout mice showed growth retardation and
reduced adult body size, while female knockout mice exhibited
abnormal development and function of their reproductive system
and lower eostrogen levels comparedwith thewild type, indicating
a possible role of NCOA3 in steroid regulation37. Other possible
mechanisms by which NCOA3 might be involved in cartilage ho-
meostasis is through transcriptional regulation in mechano-
transduction or through regulation of the target tissue responses to
thyroid hormone (T3)38,39.
Rushton et al. in the 2014 OARSI meeting showed reduced
expression of NCOA3 in individuals carrying a copy of the OA
associated A-allele in fat pad and synovial membrane from OA
patients40. Furthermore, NCOA3 was shown to be up-regulated in
hip OA cartilage relative to the control non-OA cartilage OA40, in
contrast to the observed downregulation by Evangelou et al.6. The
discrepancy in NCOA3 gene expression between the two studies
could be attributed to the different source of control cartilage, as
Evangelou et al. used as control macroscopically normal cartilage
from an OA joint (preserved cartilage) and not non-OA hip cartilage.
Previous studies have demonstrated that cartilage from macro-
scopically and histologically intact regions from an OA joint (pre-
served cartilage) exhibits differential gene (leptin (LEP)) expression
levels than normal (non-OA) cartilage41.
Microarray-based gene expression studies
Several studies have analyzed the expression pattern of different
genes, usingmicroarray technology to determine their involvement
in OA pathogenesis. Catabolic enzymes such as ADAMTS5, ADAMTS1and MMP1 were found increased in knee OA and decreased in hip
OA strengthening the idea that OA is characterized by joint speci-
ﬁcity42. In addition, osteophytic cartilage showed increased
expression of genes involved in terminal chondrocytes differenti-
ation and endochondral ossiﬁcation such as BGLAP, BMP8B, COL1A2,
SOST, RUNX2, compared to articular cartilage, which showed
increased levels of antagonists and inhibitors of the BMP- andWnt-
signaling pathways as GREM1, FRZB, WISP343.
Recently, incorporation of microarray-based studies along with
network analysis has led to advancement in our understanding of
pathways involved in OA pathogenesis. Several microarray-based
gene expression-proﬁling studies have been performed in
different tissues of the OA joint. In the period covered in this re-
view, gene expression analysis in two different regions of OA sy-
novial membrane of the same patient, inﬂamed and normal,
revealed differentially expressed genes belonging to pathways
related to inﬂammation, cartilage metabolism, Wnt signaling and
angiogenesis44. In the inﬂammatory network, TREM1 and S100A9
were strongly up-regulated,MMP-3 and -9, cathepsin H and S were
up-regulated in the cartilage catabolism pathway,Wnt-5A and LRP5
were up-regulated in the Wnt signaling and STC1 coding for a
protein involved in angiogenesis was themost up-regulated gene in
the inﬂammatory region of the synovial membrane44. The alarmin
S100A9 might a be a gene of interest, as it was shown that it
stimulates osteophyte formation in experimental OA and predicts
osteophyte progression in early OA patients45, pointing towards the
potential use of S100A9 as a biomarker predictive of joint
destruction. Another microarray-based gene expression analysis in
end-stage OA synovium revealed increased expression of trans-
forming growth factor-beta responsive genes in OA-related ﬁbrosis,
such as COL1A1 (7-fold, P < 103) and COL5A1 (4-fold,
P < 3.6  102) and genes encoding for collagen cross-linking en-
zymes, such as PLOD2 (25)-fold, P < 103 and LOX (3-fold, P < 103),
speculating that PLOD2might be an attractive and promising target
to interfere in OA-related synovial ﬁbrosis46.
In the ﬁrst whole-genome expression proﬁling study of sub-
chondral bone, Chou et al. identiﬁed 972 differentially expressed
genes in chondrocytes from 20 OA and 5 non-OA knee lateral tibial
and medial tibial plateaus (>2-fold, P < 5  102)47. Pathway
analysis with the most up-regulated and down-regulated genes
identiﬁed a novel signaling network in OA characterized by up
regulation of bone mineralization or collagen-associated genes,
such as COL3A1, BMP1, BMP7, POSTN, WISP1, HTRA1, SOST, ITGA11,
angiogenesis genes as ANGPTL1 and by down-regulation of genes
associated with cellular metabolism, proliferation or differentia-
tion, such as NMB, LEP, CHRDL2, GRB14, CIDEC, CIDEA, BTG2, PLAC8,
and PRDM16. A novel ﬁnding was the implication of periostin
(POSTN) and leptin (LEP) in bone remodeling by osteoblasts47.
In addition, gene expression proﬁling in peripheral blood of
non-OA and patients with familial OA revealed 694 unique genes
differentially expressed between cases and controls, including 86
genes expressed with at least 1.5-fold difference48. ATF4, GPR18 and
H3F3B were among the top identiﬁed genes with a P value of
4.5  108. It is interesting that in OA patients, apoptosis pathway
genes were found signiﬁcantly enriched including CASP3 and FAS-
associated death domain (FADD). However, the identiﬁed genes
need to be validated in a population-based setting before being
considered as early OA markers48.
DNA methylation and OA
DNA methylation is at the moment the most well studied
epigenetic mechanism in OA49. Methylation proﬁling of bone has
revealed differentially methylated regions between osteoporosis
and OA, including regions that were enriched in genes associated
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several genes have been reported with altered DNA methylation
patters in OA. Reduced methylation of speciﬁc CpG sites was
associated with increased MMP-3, 9, 13 and ADAMTS-4 expression
levels in end-stage OA chondrocytes51e53, while the DNA methyl-
ation status of MMP-13 and iNOS was shown to affect their tran-
scriptional regulation in OA through changes of the binding afﬁnity
of transcriptional factors54e56. In MMP-13 promoter, the sites
at 104 and 110 bp site have been demonstrated as methylation
modulated CREB and HIF-2a binding sites, respectively54,56. The
methylation of CpG sites at 5853 and 5842 in an enhancer of
iNOS repressed the binding of p65 subunit of NF-kB, suggesting the
epigenetic regulation of iNOS in OA55. Moreover, hypermethylation
of SOD and SOX-9 promoter has been associated with decreased
gene expression in OA cartilage in an animal model of OA57.
Recently, a genome-wide DNA methylation analysis of articular
chondrocytes in 25 OA patients and 20 healthy controls showed
different methylation status between patients and controls58.
Genome-wide expression analysis in the same cohort, revealed the
existence of a tight cluster of OA patients with differential gene
expression characterized with increased inﬂammatory response.
The most consistent genes were validated in an independent OA
cohort, identifying thus novel genes as potential OA markers58.
Taylor et al. identiﬁed a new epigenetic mark, 5 hydrox-
ymethylcytosine (5 hmC) globally increased in knee OA chon-
drocytes compared to normal. 5 hmC is an intermediate in DNA
demethylation generated from the conversion of 5 mC to 5 hmC
through TET1,2,3 enzymes59,60. The increase in 5 hmC (5e6-fold)
was concomitant with loss of TET1 in OA chondrocytes. In addition,
the enrichment of 5 hmC at speciﬁc CpG sites in the MMP-1 and
MMP-3 promoters correlated with increased MMPs expression in
OA chondrocytes. This sitewas proximal to the CpG site undergoing
signiﬁcant DNA demethylation in OA chondrocytes (635 bp)
suggesting a role of 5 hmC in active DNA demethylation60. It is
important, however, to analyze other CpG sites in MMP genes,
especially in exons, to clarify the role of 5 hmC in regulating MMPs
gene expression in OA. In a genome wide DNA methylation
proﬁling of knee and hip osteoarthritic and preserved (macro-
scopically normal cartilage from OA joint) articular cartilage den
Hollander et al. showed that methylation of CpG dinucleotides
differs substantially between hips and knees61. Also, the identiﬁed
methylation changes at a multitude of CpG dinucleotides were
associated with gene expression in articular cartilage of novel
genes, such as IGFBP7, LOXL3,MALL, BFSP1 and SLC7A5, as well as OA
associated genes, such as CRLF1, COL6A3, CD44, CILP and TGFBI61. In
another genome-wide methylation study in knee and hip OA
cartilage, Rushton et al. found differential methylation proﬁle be-
tween OA and non-OA cartilage and also between hip and knee
OA62. In addition, two groups of expression patterns were identiﬁed
in knee OA cartilage and these two groups were also present in hip
OA cartilage, conﬁrming the differences in methylation proﬁle be-
tween knee and hip OA62. Differences in whole genome methyl-
ation proﬁling between knee and hip OA cartilage were a common
ﬁnding in both of the above-mentioned genome-wide methylation
proﬁling studies, pointing to the contrasting nature of OA pro-
gression between the two joints.MicroRNAs and OA
To date, almost all studies into the role of non-coding RNAs
(ncRNAs) in cartilage biology and OA have concentrated on
microRNAs (miRNAs). MicroRNAs are small, 18e24 nucleotides in
length, single-stranded noncoding RNA molecules, that negatively
regulate the expression of target genes in a post-transcriptionalmanner by binding to speciﬁc sequences within target messenger
RNAs (mRNAs)63.
Previous large-scale microarray miRNA analysis identiﬁed nine
up regulated microRNAs, miR-16, miR-22, miR-23b, miR-30b, miR-
103, miR-223, miR-377, miR-483 and miR-509 and seven down-
regulated microRNAs, miR-25, miR-26a, miR-29a, miR-140, miR-
210, miR-337 and miR-373 in OA compared to normal cartilage64.
Functional experiments identiﬁed miR-22 to be implicated in
obesity and inﬂammation64, miR-9 in MMP-13 regulation and miR-
9, miR-98 andmiR-146 in the control of tumor necrosis factor (TNF)
expression, suggesting that these miRNAs may have a protective
role in OA64,65. Another microarray based microRNA study revealed
that miR-483-5p was upregulated in OA chondrocytes, while miR-
149, miR-582-3p, miR-1227, miR-634, miR-576-5p, and miR-641
were up-regulated in normal chondrocytes. These miRNAs were
predicted to function in articular cartilage via the TGF, Wnt, and Erb
signaling66. MicroRNA-140, is a critical miRNA in OA as it is spe-
ciﬁcally expressed by chondrocytes and plays important role in
chondrogenesis and cartilage development67,68. Knockout or over-
expression of miR-140 in vivo was shown to have profound effects
on the development of OA and it was shown to directly mediate
MMP-13 expression in vitro69,70. Other studies identiﬁed miR-27a
and 27b to regulate the expression levels of MMP-13 in OA chon-
drocytes, in an indirect or direct manner, respectively71,72, whereas
miR-146a has also been suggested to function as a negative feed-
back regulator of MMP-13. miR-146a is strongly expressed in
cartilage with mild OA but its expression gradually decreases with
advancement of disease and is inversely correlated with the
expression of MMP-13 in OA cartilage73,74. Recently, Wang et al.
showed that HDAC inhibitors increase miR-146a expression and
enhance negative regulation of interleukin-1b signaling in OA
ﬁbroblast-like synoviocytes75. However, due to toxicity and off-
target side effects of HDAC inhibitors, their use in OA may be
problematic.
Recent studies in knee OA cartilage and healthy articular
cartilage showed that miR-125b is down regulated in OA cartilage
and that it directly regulates ADAMTS-4 through IL-1b activa-
tion76. In addition, Park et al. showed that miR-558 is down
regulated in OA chondrocytes and that it directly targets COX-2
and regulates IL-1b stimulated catabolic effects in chon-
drocytes77. Another microRNA, miR-127-5p was also down regu-
lated in knee OA cartilage compared to normal and the IL-1b-
induced up regulation of MMP-13 expression was correlated with
miR-127-5p down regulation in chondrocytes. MicroRNA-127-5p
suppressed IL-1b-induced MMP-13 production, while anti-miR-
127-5p signiﬁcantly increased MMP-13 production, suggesting
that miR-127-5p may be an important regulator of MMP-13
expression in human chondrocytes78. In addition, miR-148a was
found down-regulated in knee OA chondrocytes compared to
normal79. Its overexpression decreased COL10A1, MMP-13 and
ADAMTS5 and increased COL2A1 expression. The matrix deposited
by miR-148a overexpressing chondrocytes contained more pro-
teoglycans and collagen, in particular collagen type II, pointing to
its role as a potential disease-modifying compound in OA79.
Furthermore, endogenous miR-21 was found up-regulated in knee
OA cartilage compared to control and overexpression/inhibition
experiments showed that miR-21 suppresses the maturation of
CH8 cells and chondrogenesis process80. In addition miR-21
overexpression resulted in signiﬁcant increase in MMP1, MMP2,
MMP3, MMP9 expression, while miR-21 inhibition decreased their
expression. Bioinformatic analysis predicted miR-21 to be a target
of GDF-5 and a luciferase activity assay showed that GDF-5 is
directly targeted by miR-21, which induces GDF-5 mRNA decay,
suggesting that it might be a potential therapeutic target80.
Swingler et al. using chocndrocytes from an animal model of OA as
Table I
MicroRNAs in OA
miRNA Tissue Regulation in OA Biological function/pathways involved Target genes Reference
mir-16, mir-23b, mir-30b, mir-103,
mir-223, mir-377, mir-483, mir-509
Cartilage Up-regulated 64
miR-25, miR-26a, miR-29a, miR-210,
miR-337, miR-373
Cartilage Down-regulated 64
miR-22 Cartilage Up-regulated Inﬂammatory response, aging PPARa, BMP7 64
miR-140 Cartilage Down-regulated Cartilage homeostasis ADAMST5, Aggrecan,
MMP-13, IGFBP5
64,72,73
miR-149 Chondrocytes Down-regulated TGF-b, Wnt, Erb and mTOR signaling 66
mir-27a Chondrocytes Down-regulated Cartilage homeostasis MMP-13 72
mir-27b Chondrocytes Down-regulated Cartilage homeostasis MMP-13 71
mir-146a Cartilage/Synoviocytes Up-regulated Chondrocyte apoptosis VEGF, SMAD4 73e75
miR-146 Cartilage Down-regulated Inﬂammatory response (NF-kB pathway) TRAF6, IRAK1 65
miR-9 Cartilage/Bone Up-regulated Inﬂammatory process MMP-13 65
miR-98 Cartilage/Bone Up-regulated Inﬂammatory process TNF-a 65
miR-483-5p Cartilage Up-regulated TGF-b, Wnt, Erb and mTOR signaling 66
miR-576-5p, mir-634, mir-641, mir-1227 Cartilage Down-regulated TGF-b, Wnt, Erb and mTOR signaling 66
miR-125b Cartilage Down-regulated Cartilage homeostasis ADAMTS-4 76
miR-127-5p Cartilage Down-regulated Cartilage homeostasis MMP-13 78
miR-558 Cartilage Down-regulated Cartilage homeostasis COX-2 77
miR-21 Chondrocytes Up-regulated Inhibition of chondrocyte proliferation GDF-5 80
let-7e Serum Down-regulated 82
miR-148a Cartilage Down-regulated Cartilage homeostasis COL10A1, MMP-13,
ADAMTS5
79
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family as microRNAs which act early in OA development, are
regulated by important factors in OA, as TGF-b, SOX-9 and have
functional impact on relevant pathways, as NF-kB, canonical Wnt,
Smad81. In addition, novel genes, as ADAMTS5, ADAMTS6,
ADAMTS14, ADAMTS17, ADAMTS19, FZD3, DVL3, FRAT2, CK2A2 were
validated as direct targets of microRNA 29 family. Identiﬁcation of
pathways through which miR-29 family regulates development
and OA progression is awaited81. In a recent study, Beyer et al.
identiﬁed in a population-based cohort including 816 Caucasians
with OA necessitating arthroplasty, differentially expressed circu-
lating microRNAs82. Among the identiﬁed microRNAs, three
microRNAs, let-7e, miR-454 and miR-885-5p were identiﬁed as
predictors for severe knee or hip OA. After the application of very
stringent criteria for arthroplasty and statistical analysis, let-7e
emerged as a potential predictor for severe knee or hip OA
arthroplasty, as its association to OA was independent of age, sex
and BMI with 95% CI 0.61e0.97 and a P value of 2.8  10282. To
assess let-7e value, its validation in different cohorts and different
applications is awaited. Table I shows the microRNAs that have
been identiﬁed to have a role in OA, the biological processes they
are involved and their targets.
As more and more microRNAs are revealed to play roles during
chondrogenesis, cartilage ho-meostasis and OA pathogenesis, the
identiﬁcation of microRNAs key targets that functionally impact OA
pathogenesis and disease progression and the mechanisms of
microRNAs regulation are necessary.
Summary
Only a few loci have been associated with OA at genome-wide
signiﬁcance levels despite extensive efforts and even these sig-
nals have a small effect size. As a proportion of the genetic sus-
ceptibility to OA is due to low frequency and rare variants, next-
generation sequencing in large populations is expected to lead to
the detection of rare variant associations with OA risk. To obtain a
better understanding of OA, integration of functional genomics,
microarray-based gene expression studies and network-based
analysis, along with epigenetics is essential for the identiﬁcation
of signaling pathways regulated during disease development.Author contribution
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